
Sequences producing significant alignments: 
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97 5 5159 | qb| AAF9 817 5 . 1 | AF2 8 5167_1 ATP-binding cassette tr. 



13 87 6 613 lgb| AAK43 52 6.1 I AF2 87 2 62_1 ATP-binding cassette 1. 



21536376 I ref I NP 005493.2] ATP-binding cassette, sub- f ami. 



92 4708 6 1 gb I AAF8 627 6 . 1 I AF27 5948_1 ABCA1 [Homo sapiens] 



57 34135|qb|AAD49852.1 | ATP cassette binding transporter 



412 8p3jX§^J^MtM51^J:l ATP-binding cassette transporter. 



1312 39 4 5 i sp "| 09 54" 7 7 lABC 1 _ HUMAN ATP-binding cassette, sub 



7 3 04849 | ref 1 NP_038482 . 1 1 ATP-binding cassette 1, sub-fam. 



13124694 [spj .P412^1[MC1^0USE ATP-binding cassette, sub 



1161182 5 lqb I AAG39073 .1 |AF2872 63_1 ATP-binding cassette 1. 



2771443 5 } ref 1 XP. 23 2954 . 1 1 similar to ABCA1 [Homo sapiens. 



18028983 jqbl AAL5 62 47 . 1 1 AF3 6237 7_1 ATP-binding cassette t. 
27 80 6343 1 ref lNP_77 6646 .1 1 ATP-binding cassette, sub- f ami. 



2 959 643 1 gb| AAC0 563 2 . 1 | rim ABC transporter [Homo sapiens] 



2 9 69966 [embj CAA7 5729. .1± ABCR [Homo sapiens] 

6T0776Tl^pT"P7 8363 1 ABC R_ HUMAN Retinal-specific ATP-bindin. 

4557 87 61 ref I NP_000341 . 1 1 ATP-binding cassette, sub- f ami 1. 



ll^M?2l.^lhh9211llAl. ATP-binding cassette transporter . 
6 671495 1 ref |NP_03 1404 . 1 I ATP-binding cassette, sub-famil. 



12656651 1 qb I AAK00959 . 1 I AF32 87 87_1 ABC transporter member. 
15451838 J ref lNP_lJ50j6 51_._l.|_ ATP-binding cassette, sub-fami . 
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95063 65 [ref 1 NP_0 61985 , 1 1 ATP-binding cassette, sub-famil... 242 5e-63 

2272 5156 ]gb [ AAN046 57 . 1 1 ABC transporter ABCA7 [Homo sapi . . . 241 8e-63 

15451840 1 ref 1 NP_03 887 8 . 1 1 ATP-binding cassette, sub- f ami... .239 3e-62 

2 6342298 | dbj |BAC34811.l| unnamed protein product [Mus mu. . . 228 7e-59 



20521748[dbj lBAA83014.2| KIAA1062 protein [Homo sapiens] 100 4e-20 

11346269 Ipirl 1A59189 ATP-binding cassette transporter - . . . 98 le-19 



14916523 | sp|Q9BZC7 | ABC2,._HUMAN ATP-binding cassette, sub-... __98 le-19 



145 50412 1 ref 1NP_ 0015 97 . 1 1 ATP-binding cassette, sub- f ami... 98 le-19 



11993 939 | ref 1 NP 031405 . 1 I ATP-binding cassette, sub- f ami... 97 2e-19 



142 50 599 1 gbl AAH087 55 .1 IAAH08755 Similar to KIAA1062 prot . . . __97 3e-19 
1082239 |pir[ 1B54774 ATP binding cassette transporter ABC... , 9 6 7e-19 



13242308 1 ref lNP_07737 2 .1 j ATP-binding cassette, sub- f ami... 95 le-18 



278 81503 I ref lNP,„7750 99 . 1 1 ATP-binding cassette, sub-fami... _82. le-14 



27 881501 1 ref |NP_ 056472 .2 1 ATP-binding cassette, sub-fami... 82 le-14 



23957299 1 gb 1 AAN4073 5 .1 |AF418105_1 ATP-binding cassette t... 82 le-14 



1418973 5 1 gb[ AAK543 5 5 . 1 | ATP-binding cassette transporter... __82 le-14 



27 684549 1 ref 1 XP_237 242 .1 1 similar to ATP-binding cassett... 75 le-12 



25141343 1 ref lNP.,,490949 . 2 j ABC transporter family member . . . 12 le-11 
7498949lpirl 1T15200 hypothetical protein F12B6.1 - Caeno . . . _71_ 2e-ll 



212 97 828 j qb I EAA0997 3 . 1 | agCP11808 [Anopheles gambiae str... 59 le-07 



208 50354 1 ref j XP_13 6 6 92 . 1 I similar to ATP-binding cassett... _58 le-07 

24643 648 j ref 1 NP__6 08437 . 1 1 CG1819-PA [Drosophila melanoga. . . __47 3e-04 

27 697 650 1 ref 1 XP, 223 63 0 , 1 ! similar to hypothetical protei . . . .,,39 0.11 

15 61047 8 1 ref [NP_217 8 59 .1 j hypothetical protein Rv3342 [M. . . 34 2.3 

15842 938 1 ref j NP. 337 97 5 . 1 1 methyltransf erase, putative [M. . . 3 4 2.4 

2 008 8 93 9 1 ref 1 NP_61 5014 . 1 j conserved hypothetical protein... _34 2.6 



.6 V^UUv'^.-' I J-^J- j A. V -I ' w -i- ^ * -J- ] ^— ^-"^ • — — E — *- 

1172578 1 splQ08304l PPOB_LYCES Polyphenol oxidase B, chlor. . . .,34 2.8 



20899064 1 ref !XP 139895.1] similar to ATP-binding cassett... 33 3.2 
212 27448 1 ref j NP„63 3 370 . 1 j Fe-S oxidoreductase [Methanosa. . . 3 3 4.3 



27 378790 1 ref 1 NP_ 77 03 19 . 1 1 blr3679 [Bradyrhizobium japoni . . . __33 5.1 

Alignments 



fj > q j 1 97 55159 Igb | AAF9817 5.1 I AF2 85 167,1 O ATP-binding cassette transporter 1 [Homo 
Length = 2261 

Score = 589 bits (1519), Expect = e-167 

Identities - 283/284 (99%), Positives = 283/284 (99%) 

FGKYPSLELQPWMYNENYTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPI PDTPCQ 6 0 
FGKYPSLELQPWMYNE YTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPI PDTPCQ 



Query: 


1 


Sbjct : 


1371 


Query: 


61 


Sbjct: 


1431 


Query: 


121 



AGEEEWTTAPVPQTIMDLFQNGNWTMQNPSPACQCSSDKIKKML PVCPPGAGGLPPPQRK 
AGEEEWTTAPVPQTIMDLFQNGNWTMQNPSPACQCSSDKIKKMLPVCPPGAGGLPPPQRK 149C 

Query: 121 QNTADILQDLTGRNI SDYLVKTYVQI I AKSLKNKIWVNEFRYGGFSLGVSNTQALPPSQE 180 
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QNTADILQDLTGRNISDYLVKTYVQIIAKSLKNKIWNEFRYGGFSLGVSNTQALPPSQE 
Sbjct: 1491 QNTADILQDLTGRNISDYLVKTYVQIIAKSLKNKIWVNEFRYGGFSLGVSNTQALPPSQE 1550 

Query : 181 WDAIKQMKKHLKLAKDSSADRFLNSLGRFMTGLDTRN1WKVWFNNKGWHAISSFL1WIN 240 

VNDAIKQMKKHLKLAKDSSADRFLNSLGRFMTGLDTRNNVKVWFNNKGWHAISSFLNVIN 
Sbjct: 1551 WDAIKQMKKHLKLAKDSSADRFLNSLGRFMTGLDTRNIWKVWFNNKGWHAISSFLNVIN 1610 

Query: 241 NAI LRANLQKGENPSHYGI TAFNHPLNLTKQQLSEVALMTTSVD 284 

NA I L RANL QKG EN P S H YG I T AFNH PLNL TKQ QL S EVALMT T S VD 
Sbjct: 1611 NAILRANLQKGENPSHYGITAFNHPLNLTKQQLSEVALMTTSVD 1654 



□ > qi 1 13 87 6613 jgb[ AAK43 52 6 . 1 1 AF2 872 62_1 ATP-binding cassette 1 sub- family A membei 
Length = 2261 

Score = 589 bits (1519), Expect = e-167 

Identities = 283/284 (99%), Positives = 283/284 (99%) 

Query: 1 FGKYPSLELQPWMYNENYTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPIPDTPCQ 60 

FGKYPSLELQPWMYNE YTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPIPDTPCQ 
Sbjct: 1371 FGKYPSLELQPWMYNEQYTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPIPDTPCQ 1430 

Query: 61 AGEEEWTTAPVPQTIMDLFQNGNWTMQNPS PACQCSSDKIKKML PVCPPGAGGLPPPQRK 12 0 

AGEEEWTTAPVPQTIMDLFQNGNWTMQNPSPACQCSSDKIKKML PVCPPGAGGLPPPQRK 
Sbjct: 1431 AGEEEWTTAPVPQT IMDLFQNGNWTMQNPS PACQCSSDKIKKML PVC PPGAGGL P P PQRK 1490 

Query: 121 QNTADILQDLTGRNISDYLVKTWQIIAKSLKNKIWVNEFRYGGFSLGVSNTQALPPSQE 180 

QNTADILQDLTGRNISDYLVKTYVQIIAKSLKNKIWVNEFRYGGFSLGVSNTQALPPSQE 
Sbjct: 1491 QNTADILQDLTGRNISDYLVKTYVQIIAKSLKNKIWVNEFRYGGFSLGVSNTQALPPSQE 1550 

Query : 181 VNDAIKQMKKHLKLAKDSSADRFLNSLGRFMTGLDTRNNVKVWFNNKGWHAI SSFLNVIN 2 40 

VNDAIKQMKKHLKLAKDSSADRFLNSLGRFMTGLDTRNNVKVWFNNKGWHAISSFLNVIN 
Sbjct: 1551 VTSfDAIKQMKKHLKLAKDSSADRFLNSLGRFMTGLDTRNNWWFNNKGWHAISSFLNVIN 1610 

Query: 241 NAILRANLQKGENPSHYGITAFNHPLNLTKQQLSEVALMTTSVD 284 

NAI LRANLQKGENPSHYGI TAFNHPLNLTKQQLSEVALMTTSVD 
Sbjct: 1611 NAI LRANLQKGENPSHYGI TAFNHPLNLTKQQLSEVALMTTSVD 1654 



HI > gi l2153 6376jref| NP„005493 . 2 1 S ATP-binding cassette, sub-family A member 1; ATI 
high density lipoprotein deficiency, Tangier type, 1; 
cholesterol efflux regulatory protein [Homo sapiens] 
gi | 1.5212107 | dbj |BAB63210 . 1 j ABCA1 [Homo sapiens] 
Length = 2261 

Score = 588 bits (1515), Expect = e-167 

Identities = 282/284 (99%), Positives = 283/284 (99%) 

Query: 1 FGKYPSLELQPWMYNENYTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPIPDTPCQ 60 

FGKYPSLELQPWMYNE YTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPIPDTPCQ 
Sbjct: 1371 FGKYPSLELQPWMYNEQYTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPIPDTPCQ 1430 

Query: 61 AGEEEWTTAPVPQTIMDLFQNGNWTMQNPSPACQCSSDKIKKMLPVCPPGAGGLPPPQRK 12 0 

AGEEEWTTAPVPQTIMDLFQNGNWTMQNPSPACQCSSDKIKKML PVCPPGAGGLPPPQRK 
Sbjct: 1431 AGEEEWTTAPVPQTIMDLFQNGNWTMQNPS PACQCSSDKIKKML PVCPPGAGGLPPPQRK 149 0 

Query : 121 QNTADILQDLTGRNISDYLVKTYVQIIAKSLKNKIWVNEFRYGGFSLGVSNTQALPPSQE 180 
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QNTADILQDLTGRNISDYLVKTYVQIIAKSLKNKIWVNEFRYGGFSLGVSNTQALPPSQE 
Sbjct: 1491 QNTADILQDLTGRNISDYLVKTYVQIIAKSLKNKIWVNEFRYGGFSLGVSNTQALPPSQE 1550 

Query: 181 WDAIKQMKKHLKLAKDSSADRFLNSLGRFMTGLDTRNNVKWFNNKGWHAISSFLNVIN 240 

WDAIKQMKKHLKLAKDSSADRFLNSLGRFMTGLDT+NNVKVWFNNKGWHAISSFLNVIN 
Sbjct: 1551 VNDAIKQMKKHLKLAKDSSADRFLNSLGRFMTGLDTKNNVKVWFNNKGWHAISSFLNVIN 1610 

Query: 241 NAILRANLQKGENPSHYGITAFNHPLNLTKQQLSEVALMTTSVD 2 84 

NAILRANLQKGENPSHYGITAFNHPLNLTKQQLSEVALMTTSVD 
Sbjct: 1611 NA I L RANL QKGEN P S H YG I T AFNH PLNL TKQQL S E VALMT T S VD 1654 



□ > gi 1 9247 086 | gb| AAF8 627 6 . 1 [ AF27 5948_1 H ABCA1 [Homo sapiens] 
Length =22 61 

Score = 585 bits (1509), Expect = e-166 

Identities = 281/284 (98%), Positives = 281/284 (98%) 1 

Query: 1 FGKYPSLELQPVMYNENYTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPI PDTPCQ 60 

FGKY PSLELQPWMYNE YTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPI PDTPCQ 
Sbjct: 1371 FGKYPSLELQPWMYNEQYTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPIPDTPCQ 1430 

Query: 61 AGEEEWTT APVPQT I MDLFQNGNWTMQNPS PACQCSSDKIKKML PVC P PGAGGL P P PQRK 120 

AGEEEWTTAPVPQTIMDLFQNGNWTMQNPSPACQCSSDKIKKMLPVCPPGAGGLPPPQRK 
Sbjct: 1431 AGEEEWTTAPVPQTIMDLFQNGNWTMQNPSPACQCSSDKIKKMLPVCPPGAGGLPPPQRK 1490 

Query: 121 QNTADILQDLTGRNISDYLVKTYVQIIAKSLKNKIWVNEFRYGGFSLGVSNTQALPPSQE 180 

QNTADILQDLTGRNISDYLVKTYVQIIAKSLKNKIWVNEFRYGGFSIiGVSNTQALPPSQE 
Sbjct: 1491 QNTADILQDLTGRNISDYLVKTYVQIIAKSLKNKIWVNEFRYGGFSLGVSNTQALPPSQE 1550 

Query: 181 WDAIKQMKKHLKLAKDSSADRFLNSLGRFMTGLDTRNNVKVWFNNKGWHAISSFLNVIN 240 

VNDA KQMKKHLKLAKDSSADRFLNSLGRFMTGLDTRNNVKVWFNNKGWfiAISSFLNVIN 
Sbjct: 1551 WDAXKQMKKHLKLAKDSSADRFLNSLGRFMTGLDTRNlSr^VWFNNKGWHAISSFLlWIN 1610 

Query: 241 NAILRANLQKGENPSHYGITAFNHPLNLTKQQLSEVAIiMTTSVD 284 

NAILRANLQKGENPSHYGITAFNHPLNLTKQQLSEVA MTTSVD 
Sbjct: 1611 NAILRANLQKGENPSHYGITAFNHPLNLTKQQLSEVAXMTTSVD 1654 



CI > gi I 5734135 [gb| AAD49852 . 1 [ ATP cassette binding transporter 1 [Homo sapiens] 
Length = 849 

Score = 585 bits (1507), Expect = e-166 

Identities = 282/284 (99%), Positives = 283/284 (99%) 

Query: 1 FGKYPSLELQPWMYNEMYTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPIPDTPCQ 60 

FGKYPSLELQPWMYNE YTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPI PDTPCQ 
Sbjct: 428 FGKYPSLELQPWMYNEQYTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPI PDTPCQ 487 

Query: 61 AGEEEWTTAPVPQTIMDLFQNGNWTMQNPSPACQCSSDKIKKMLPVCPPGAGGLPPPQRK 120 

AGEEEWTTAPVPQTIMDLFQNGNWTMQN PS PACQCSSDKIKKML PVC P PGAGGL PP PQRK 
Sbjct: 488 AGEEEWTTAPVPQTIMDLFQWGNWTMQNPSPACQCSSDKIKKMLPVCP PGAGGL PP PQRK 547 

Query: 121 QNTADILQDLTGRNISDYLVKTYVQIIAKSLKNKIWVNEFRYGGFSLGVSNTQALPPSQE 180 

QNTADILQDLTGRNISDYLVKTYVQIIAKSLKNKIWVNEFRYGGFSLGVSNTQALPPSQE 
Sbjct: 548 QNT AD I LQDLTGRN I S DYL VKT YVQ 1 1 AKS LKNKI WVNEF RYGGF SLGVSNTQ AL P P S QE 607 
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Query: 181 VNDAIKQMKKHLKLAKDSSADRFLNSLGRFMTGLDTRNNVKVWFNNKGWHAISSFLNVIN 240 

WDAIKQMKKHLKLAKDSSADRFLNSLGRFMTGLDT+NNVKVWFNNKGWHAISSFLNVIN 
Sbjct: 608 VNDAIKQMKKHLKLAKDSSADRFLNSLGRFMTGLDTKNNVKVWFNNKGWHAISSFLNVIN 667 

Query: 241 NAILRANLQKGENPSHYGITAFNHPLNLTKQQLSEVALMTTSVD 284 

NAILRANLQKGENPSHYGITAFNHPLNLTKQQLSEVALMTTSVD 
Sbjct: 668 NA I L RANL QKGEN P S H YG I T AFNH P LNL TKQ QL S E VALMT T S VD 711 



□ > gi 1412 803 3 [ emb ] CAA10005 . 1 1 M ATP -binding cassette transporter-1 (ABC-1) [Homo £ 

gi | 57 3 4101 1 gb] AAD49849 . 1 1 AF1 65281^1 H ATP cassette binding transporter 1 [Homo sa 
Length = 2201 

Score - 585 bits (1507), Expect = e-166 

Identities = 281/284 (98%), Positives = 281/284 (98%) 

Query : 1 FGKYPSLELQPWMYNENYTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPI PDTPCQ 60 

FGKYPSLELQPWMYNE YTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNP I PDTPCQ 
Sbjct-: 1311 FGKYPSLELQPWMYNEQYTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPI PDTPCQ 137 0 

Query : 61 AGEEEWTTAPVPQTIMDLFQNGNWTMQNPSPACQCSSDKIKKMLPVCPPGAGGLPPPQRK 120 

AGEEEWTTAPVPQTIMDLFQNGNWTMQNPSPACQCSSDKIKKMLPVCPPGAGGLPPPQRK 
Sbjct: 1371 AGEEEWTTAPVPQTIMDLFQNGNWTMQNPSPACQCSSDKIKKMLPVCPPGAGGLPPPQRK 1430 

Query: 121 QNTADILQDLTGRNISDYLVKTYVQIIAKSLKNKIWVNEFRYGGFSLGVSNTQALPPSQE 180 

QNTADILQDLTGRNISDYLVKTYVQIIAKSLKNKIWVNEFRYGGFSLGVSNTQALPPSQE 
Sbjct: 1431 QNTADILQDLTGRNISDYLVKTWQIIAKSLKNKIWVNEFRYGGFSLGVSNTQALPPSQE 1490 

Query: 181 VNDAIKQMKKHLKLAKDSSADRFLNSLGRFMTGLDTRNNVKVWFNNKGWHAISSFLNVIN 240 

VNDA KQMKKHLKLAKDSSADRFLNSLGRFMTGLDTRNNVKVWFNNKGWHAI SSFLNVIN 
Sbjct: 1491 WDATKQMKKHLKLAKDSSADRFLNSLGRFMTGLDTRNIWKVWFNNKGWHAI SSFLNVIN 1550 

Query: 241 NA I L RANLQKGEN P SHYG I T AFNH PLNLTKQQL SEVALMTT SVD 284 

NAILRANLQKGENPSHYGITAFNHPLNLTKQQLSEVA MTTSVD 
Sbjct: 1551 NA I LRANL QKGEN PS H YG I T AFNH PLNLTKQQL SEVA PMT T SVD 1594 



□ > gi 1 1312 3945 j sp| Q95477 | ABC1_HUMAN ATP-binding cassette, sub- family A, member 1 
transporter 1) (ATP-binding cassette 1) (ABC-1) 
(Cholesterol efflux regulatory protein) 
Length = 2261 

Score = 585 bits (1507), Expect - e-166 

Identities = 281/284 (98%), Positives = 281/284 (98%) 

Query: 1 FGKYPSLELQPWMYNENYTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPIPDTPCQ 60 

FGKYPSLELQPWMYNE YTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPI PDTPCQ 
Sbjct: 1371 FGKYPSLELQPWMYNEQYTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPI PDTPCQ 1430 

Query: 61 AGEEEWTTAPVPQTIMDLFQNGNWTMQNPSPACQCSSDKIKKMLPVCPPGAGGLPPPQRK 12 0 

AGEEEWTTAPVPQTIMDLFQNGNWTMQNPSPACQCSSDKIKKMLPVCPPGAGGLPPPQRK 
Sbjct: 1431 AGEEEWTTAPVPQTIMDLFQNGNWTMQNPSPACQCSSDKIKKMLPVCPPGAGGLPPPQRK 1490 

Query: 121 QNTADILQDLTGRNISDYLVKTYVQIIAKSLKNKIWVNEFRYGGFSLGVSNTQALPPSQE 18 0 

QNTADILQDLTGRNISDYLVKTYVQIIAKSLKNKIWVNEFRYGGFSLGVSNTQALPPSQE 
Sbjct: 1491 QNTADILQDLTGRNISDYLVKTYVQIIAKSLKNKIWVNEFRYGGFSLGVSNTQALPPSQE 1550 
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Query: 181 WDAIKQMKKHLKLAKDSSADRFLNSLGRFMTGLDTRNNWWFNNKGWHAISSFLNVIN 240 

VNDA KQMKKHLKLAKDSSADRFLNSLGRFMTGLDTRNNVKVWFNNKGWHAISSFLNVIN 
Sbjct: 1551 WDATKQMKKHLKLAKDSSADRFLNSLGRFMTGLDTRNNVKVWFNl^GWHAISSFLNVIN 1610 

Query: 241 NAILRANLQKGENPSHYGITAFNHPLNLTKQQLSEVALMTTSVD 284 

NAILRANLQKGENPSHYGITAFNHPLNLTKQQLSEVA MTTSVD 
Sbjct: 1611 NAILRANLQKGENPSHYGITAFNHPLNLTKQQLSEVAPMTTSVD 1654 



□ > gi 1 7304849 | ref 1 NP_0 3 8482 , 1 1 B ATP-binding cassette 1, sub-family A, member 1; I 
1 [Mus musculus] 

gi j 1082238 jpir I 1A54774 ATP binding cassette transporter ABC1 - mouse 

gi 1 495257 | embj CA A53530 . 1 1 U ABC transporter [Mus musculus] 
Length = 2201 

Score = 549 bits (1414), Expect = e-155 

Identities = 263/284 (92%), Positives = 273/284 (96%) 

Query: 1 FGKYPSLELQPWMYNENYTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPIPDTPCQ 60 

FGKYPSLELQPWMYNE YTFVSNDAPED GT ELLNALTKDPGFGTRCMEGNPI PDTPC 
Sbjct: 1311 FGKYPSLELQPWMYNEQYTFVSNDAPEDMGTQELLNALTKDPGFGTRCMEGNPIPDTPCL 1370 

Query : 61 AGEEEWTTAPVPQTIMDLFQNGNWTMQNPSPACQCSSDKIKKML PVCPPGAGGLPPPQRK 120 

AGEE+WT + PVPQ+ 1 + DLFQNGNWTM-f NPS PACQCSSDKIKKML PVCPPGAGGL PPPQRK 
Sbjct: 1371 AG EEDWT I S P V P Q S I VDL F QNGNWTMKN P S P AC QC S SDK I KKML P VC P PG AGGL P P PQRK 1430 

Query: 121 QNTADILQDLTGRNI SDYLVKTYVQI I AKSLKNK I WVNEFRYGGFSLGVSNTQALPPSQE 180 

Q TADILQ+LTGRNISDYLVKTYVQIIAKSLKNKIWVNEFRYGGFSLGVSN+QALPPS E 
Sbjct: 1431 QKTADILQNLTGRNI SDYLVKTYVQI IAKSLKNKIWVNEFRYGGFSLGVSNSQALPPSHE 1490 

Query : 181 WDAIKQMKKHLKLAKDSSADRFLNSLGRFMTGLDTRNm^WFNNKGWHAISSFLNVIN 240 

VNDAIKQMKK LKL KD+SADRFL+SLGRFM GLDT+NNVKVWFNNKGWHAI SSFLNVIN 
Sbjct: 1491 VNDAIKQMKKLLKLTKDTSADRFLSSLGRFMAGLDTKNNWVWFNNKGWHAISSFLNVIN 1550 

Query: 241 NAI LRANLQKGEN P SHYG I T AFNH PLNLTKQQL SEVALMTT SVD 284 

NAILRANLQKGENPS YGITAFNHPLNLTKQQLSEVALMTTSVD 
Sbjct: 1551 NAILRANLQKGENPSQYGITAFNHPLNLTKQQLSEVALMTTSVD 1594 



□ > gi 1 13124694 j sp | P41233 1 ABCl_MOUSE ATP-binding cassette, sub-family A, member 1 
transporter 1) (ATP-binding cassette 1) (ABC-1) 
Length = 2261 

Score = 549 bits (1414), Expect = e-155 

Identities = 263/284 (92%), Positives = 273/284 (96%) 

Query: 1 FGKYPSLELQPWMYNENYTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPIPDTPCQ 60 

FGKYPSLELQPWMYNE YTFVSNDAPED GT ELLNALTKDPGFGTRCMEGNPI PDTPC 
Sbjct: 1371 FGKYPSLELQPWMYNEQYtFVSNDAPEDMGTQELLNALTKDPGFGTRCMEGNPIPDTPCL 1430 

Query: 61 AGEEEWTTAPVPQTIMDLFQNGNWTMQNPSPACQCSSDKIKKML PVCPPGAGGLPPPQRK 120 

AGEE+WT +PVPQ+I+DLFQNGNWTM+NPSPACQCSSDKIKKMLPVCPPGAGGLPPPQRK 
Sbjct: 1431 AGEEDWTISPVPQSIVDLFQNGNWTMKNPSPACQCSSDKIKKML PVCPPGAGGLPPPQRK 1490 

Query: 121 QNTADI LQDLTGRNI SDYLVKTYVQI I AKSLKNKIWVNEFRYGGFSLGVSNTQALPPSQE 18 0 

Q TADILQ+LTGRNISDYLVKTYVQIIAKSLKNKIWVNEFRYGGFSLGVSN+QALPPS E 
Sbjct: 1491 QKTADI LQNLTGRNI SDYLVKTYVQI I AKSLKNKIWVNEFRYGGFSLGVSNSQALPPSHE 1550 
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Query: 181 VNDAIKQMKKHLKLAKDSSADRFLNSLGRFMTGLDTRNl^VWFNNKGWHAISSFLNVIN 240 

VNDAIKQMKK LKL KD+ SADRFL+ SLGRFM GLDT+NNVKVWFNNKGWHAISSFLNVIN 
Sbjct: 1551 VNDAIKQMKKLLKLTKDTSADRFLSSLGRFMAGLDTKN^^VKVWFN1^GWHAISSFLWI^T 1610 

Query: 241 NAI LRANLQKGENPSHYGI TAFNHPLNLTKQQLSEVALMTTSVD 284 

NAILRANLQKGENPS YGITAFNHPLNLTKQQLSEVALMTTSVD 
Sbjct: 1611 NAI LRANLQKGENPSQYG I TAFNHPLNLTKQQLSEVALMTTSVD 1654 



□ > gi 1 1161182 5 j gb 1 AAG39073 ,1 jAF2 872 63_l 9 ATP-binding cassette 1, sub-family A, m« 
Length = 2198 

Score = 541 bits (1394) , Expect = e-153 

Identities = 262/284 (92%), Positives = 271/284 (95%), Gaps - 2/284 (0%) 

Query: 1 FGKYPSLELQPWMYNENYTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPIPDTPCQ 60 

FGKYPSLELQPWMYNE YTFVSNDAPED GT ELLNALTKDPGFGTRCMEGNPI PDTPC 
Sbjct: 1311 FGKYPSLELQPWMYNEQYTFVSNDAPEDMGTQELLNALTKDPGFGTRCMEGNPIPDTPCL 1370 

Query: 61 AGEEEWTTAPVPQTIMDLFQNGNWTMQNPSPACQCSSDKIKKMLPVCPPGAGGLPPPQRK 120 

AGEE+WT +PVPQ+I+DLFQNGNWTM+NPSPACQCSSDKIKKMLPVCPPGAGGLPPPQRK 
Sbjct: 1371 AGEEDWTISPVPQSIVDLFQNGNWTMKNPSPACQCSSDKIKKMLPVCPPGAGGLPPPQRK 1430 

Query : 121 QNTADILQDLTGRNISDYLVKTYVQI I AKSLKNKIWVNEFRYGGFSLGVSNTQALPPSQE 180 

Q TADILQ+LTGRNISDYLVKTYVQIIAKSLKNKIWVNEFRYGGFSLGVSN+QALPPS E 
Sbjct: 1431 QKTADILQNLTGRNISDYLVKTYVQIIAKSLKNKIWVNEFRYGGFSLGVSNSQALPPSHE 1490 

Query : 181 WDA I KQMKKHLKLAKDSSADRFLNSLGRFMTGLDTRNNWVWFNNKGWHAI SSFLNVIN 240 

VNDAIKQMKK LKL K SADRFL+ SLGRFM GLDT+NNVKVWFNNKGWHAISSFLNVIN 
Sbjct: 1491 VNDAIKQMKKLLKLTK- - SADRFLSSLGRFMAGLDTKNNVKVWFNNKGWHAI SSFLNVIN 1548 

Query: 241 NAILRANLQKGENPSHYGITAFNHPLNLTKQQLSEVALMTTSVD 284 

NAILRANLQKGENPS YGITAFNHPLNLTKQQLSEVALMTTSVD 
Sbjct: 1549 NAILRANLQKGENPSQYGITAFNHPLNLTKQQLSEVALMTTSVD 1592 



fj > gi | 2771443 5 | ref | XP_23 2954 . 1 [ HI similar to ABCA1 [Homo sapiens] [Rattus norvegic 
Length =97 8 

Score = 498 bits (1283), Expect = e-140 

Identities = 239/262 (91%) r Positives - 252/262 (96%) 

Query: 1 FGKYPSLELQPWMYNENYTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPIPDTPCQ 60 

FGKYP+LELQPWMYNE YTFVSNDAPED GT ELLNALTKDPGFGTRCMEGNPI P+T PC 
Sbjct : 61 FGKYPNLELQPWMYNEQYTFVSNDAPEDMGTQELLNALTKDPGFGTRCMEGNPIPNTPCL 120 

Query: 61 AGEEEWTTAPVPQTIMDLFQNGNWTMQNPSPACQCSSDKIKKMLPVCPPGAGGLPPPQRK 12 0 

GEE+WTT PVPQT+MDLFQNGNWTM+NPSP+CQCSSDKIKKMLPVCPPGAGGLPPPQRK 
Sbjct: 121 VGEEDWTTGPVPQTLMDLFQNGNWTMKNPSPSCQCSSDKIKKMLPVCPPGAGGLPPPQRK 180 

Query: 121 QNTADILQDLTGRNISDYLVKTYVQI I AKSLKNKIWVNEFRYGGFSLGVSNTQALPPSQE 180 

Q TADILQ+LTGRNISDYLVKTYVQIIAKSLKNK+WVNEFRYGGFSLGVS++QALPPSQE 
Sbjct: 181 QKTADILQNLTGRNISDYLVKTYVQIIAKSLKNKVWVNEFRYGGFSLGVSDSQALPPSQE 240 

Query: 181 VNDAIKQMKKHLKLAKDSSADRFLNSLGRFMTGLDTRNNVKVWFNNKGWHAI SSFLNVIN 240 
VN+AIKQMKK LKL KDSSADRFL+SLGRFMTGLDT+NNVKVWFNNKGWHAISSFLNVIN 
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Sbjct: 241 WNAIKQMKXLLKLTKDSSADRFLSSLGRFMTGLDTKNNVKVWFNNKGWHAISSFLNVIN 300 

Query: 241 NAI LRANLQKGENPSHYGI TAF 2 62 

NAILRANLQKGENPS YGITAF 
Sbjct: 301 NAILRANLQKGENPSQYGITAF 322 



□ > gi 1 1802 8983 I gb| AAL5 6247 . 1 I AF3 62 377^1 ATP-binding cassette transporter 1 [Gallus 
Length = 2260 

Score = 472 bits (1215), Expect = e-132 

Identities - 223/284 (78%), Positives = 256/284 (90%), Gaps = 1/284 (0%) 

Query: 1 FGKYPSLELQPWMYNENYTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPIPDTPCQ 60 

FGKYPSLELQPWMY+E YTF+SNDAPED GT +LL+AL PGFGTRCM+G+ IPDTPC 
Sbjct: 1371 FGKYPSLELQPWMYDEQYTFISNDAPEDAGTQKLLDALLNKPGFGTRCMQGHSIPDTPCT 1430 

Query: 61 AGEEEWTTAPVPQTIMDLFQNGNWTMQNPSPACQCSSDKIKKML PVCPPGAGGLPPPQRK 12 0 

G++EWTTA VP + ++++ + GNW+M+NPSP+C+CS++KIKKMLPVCPPGAGGLPPPQR+ 
Sbjct: 1431 VGQKEWTTASVPDSVLEI LR - GNWSMENPS PSCEC SNEKI KKML PVC P PGAGGLP P PQRE 1489 

Query: 121 QNTADILQDLTGRNISDYLVKTYVQIIAKSLKNKIWVNEFRYGGFSLGVSNTQALPPSQE 180 

Q+TADILQ+LTGRNI SDYLVKTY QII KSLKNKIWVNEFRYGGFSLG ++ LPPS E 
Sbjct: 1490 QDTADILQNLTGRNISDYLVKTYAQIIGKSLKNKIWVNEFRYGGFSLGARSSHVLPPSNE 1549 

Query: 181 VNDAIKQMKKHLKLAKDSSADRFLNSLGRFMTGLDTRNNVKVWFNNKGWHAISSFLNVIN 240 

V DAIKQ+KK L+LA+ SS DRFLN+L FM GL DT + NNVKVWFNNKG WHA I + S F LNV I N 
Sbjct: 1550 VTDAIKQVKKILELAQGSSGDRFLNNLASFMKGLDTKNNVKVWFNNKGWHAIASFLNVIN 1609 

Query: 241 NAILRANLQKGENPSHYGITAFNHPLNLTKQQLSEVALMTTSVD 284 

NAI LRANLQ+G+NPS YGITAFNHPLNLTKQQLSEVALMTTSVD 
Sbjct: 1610 NAILRANLQQGKNPSAYGITAFNHPLNLTKQQLSEVALMTTSVD 1653 



□ > gi ] 27 80 6343 j re f jNP„77 6646 . 1 1 H ATP-binding cassette, sub-family A (ABC1), membe 

gi 1 1943947 | gb | AAC48716 . 1 1 II ABC transporter [Bos taurus] 
Length = 2281 

Score = 288 bits (738), Expect = 4e-77 

Identities = 137/286 (47%), Positives = 180/286 (62%), Gaps = 5/286 (1%) 



Query : 


1 


Sbjct: 


1395 


Query: 


61' 


Sbjct : 


1454 


Query: 


121 


Sbjct: 


1514 


Query: 


179 


Sbjct : 


1572 



FGKYPSLELQPWMYNENYTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPIPDTPCQ 60 
FG+YP+L L PWMY + YTF S D P+ L + L PGFG RC++ + P+ PC 



AGEEEWTTAPVPQTIMDLFQNGNWTMQNPSPACQCSSDKIKKML PVCPPGAGGLPPPQRK 12 0 



Q + +ILQDLT RN+SD+LVKTY +1 SLK+K WVNE RYGG S+G 



PP 



+ + + + + 



+ F+ L+T +N+KVWFNNKGWHA+ SFLNV 
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Query: 239 INNAILRANLQKGENPSHYGITAFNHPLNLTKQQLSEVALMTTSVD 284. 

+NAILRA+L K +NP YGIT + PLNLTK+QLSE+ ++TTSVD 
Sbjct: 1632 AHNAILRASLHKDKNPEEYGITVISQPLNLTKEQLSEITVLTTSVD 1677 



G > qi 1 295 9 643 | qb| AAC05 632 . 1 1 -S rim ABC transporter [Homo sapiens] 
Length = 2273 

Score = 287 bits (735), Expect = 9e-77 

Identities = 140/285 (49%), Positives = 181/285 (63%), Gaps = 3/285 (1%) 

Query: 1 FGKYPSLELQPWMYNENYTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPIPDTPCQ 60 

FG+YP+L L PW+Y + YTF S D P L + L PGFG RC+ + + P+ PC 

Sbjct: 1397 FGEYPALTLHPWIYGQQYTFFSMDEPGSEQFTVLADVLLNKPGFGNRCLKEGWLPEYPC- 1455 

Query: 61 AGEEEWTTAPVPQTIMDLFQNGNWTMQNPSPACQCSSDKIKXMLPVCPPGAGGLPPPQRK 12 0 

W T V I LFQ WT NPSP+C+CS+ + MLP CP GAGGLPPPQR 
Sbjct: 1456 GNST PWKT PC VSPNI TQLFQKQKWTQVNPS PSCRCSTREKLTML PEC PEGAGGL PP PQRT 1515 

Query: 121 QNT AD I LQDLTGRNI SDYL VKT YVQ 1 1 AKSLKNKI WVNEFRYGGF SLGVSNT QAL P PSQE 180 

Q T +ILQDLT RNISD+LVKTY +1 SLK+K WVNE RYGG S+G +P + E 

Sbjct: 1516 QRTTEILQDLTDRNISDFLVKTYPALIRSSLKSKFWNEQRYGGISIG-GKLPWPITGE 1574 

Query : 181 - VND A I KQMKKHLKL AKD S S ADRF LN S LGRFMTG L DT RNNVK VWFNNKGWH A I S S F LNV I 23 9 

+ + + + + ++ + F+ L+T +N+KVWFNNKGWHA+ SFLNV 

Sbjct: 1575 ALVGFLSDLGRIMNVSGGPITREASKEIPDFLKHLETEDNIKVWFNNKGWHALVSFLNVA 1634 

Query: 240 NNAILRANLQKGENPSHYGITAFNHPLNLTKQQLSEVALMTTSVD 284 

+NAILRA+L K +P YGIT + PLNLTK+QLSE+ ++TTSVD 
Sbjct: 1635 HNAILRASLPKDRSPEEYGITVISQPLNLTKEQLSEITVLTTSVD 1679 



□ > gi |2969966 | embj CAA75729 . 1 1 II ABCR [Homo sapiens] 
Length = 2273 

Score = 287 bits (735), Expect = le-76 

Identities = 139/285 (48%), Positives = 181/285 (63%), Gaps = 3/285 (1%) 

FGKYPSLELQPWMYNENYTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPI PDTPCQ 6 0 
FG+YP+L L PW+Y + YTF S D P L + L PGFG RC++ +P+ PC 



AGEEEWTTAPVPQTIMDLFQNGNWTMQNPSPACQCSSDKIKKMLPVCPPGAGGLPPPQRK 120 
W T V I LFQ WT NPSP+C+CS+ + MLP CP GAGGLPPPQR 



Q + +ILQDLT RNISD+LVKTY +1 SLK+K WVNE RYGG S+G +P + E 



+ + + ++ + F+ L+T +N+KVWFNNKGWHA+ SFLNV 



Query: 


1 


Sbjct: 


1397 


Query: 


61 


Sbjct: 


1456 


Query: 


121 


Sbjct: 


1516 


Query: 


181 


Sbjct : 


1575 


Query: 


240 


Sbjct : 


1635 



+NAILRA+L K +P YGIT + PLNLTK+QLSE+ ++TTSVD 
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□ > gi | 6707663 | sp | P78363 | ABCR_HUMAN Retinal-specific ATP-binding cassette transport 
transporter) (RIM protein) (RMP) (Stargardt disease 
protein) 
Length = 2273 

Score = 287 bits (734), Expect = le-76 

Identities = 139/285 (48%), Positives = 181/285 (63%), Gaps = 3/285 (1%) 

Query : 1 FGKYPSLELQPWMYNENYTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPIPDTPCQ 60 

FG+YP+L L PW+Y + YTF S D P L + L PGFG RC+ + +P+ PC 

Sbjct: 1397 FGEYPALTLHPWIYGQQYTFFSMDEPGSEQFTVLADVLLNKPGFGNRCLKEGWLPEYPC- 1455 

Query: 61 AGEEEWTTAPVPQTIMDLFQNGNWTMQNPSPACQCSSDKIKKMLPVCPPGAGGLPPPQRK 120 

W T V I LFQ WT NPSP+C+CS+ + MLP CP GAGGLPPPQR 
Sbjct: 1456 GNSTPWKTPSVSPNITQLFQKQKWTQWPSPSCRCSTREKLTMLPECPEGAGGLPPPQRT 1515 

Query : 121 QNTADILQDLTGRNI SDYLVKTYVQI IAKSLKNKIWVNEFRYGGFSLGVSNTQALPPSQE 180 

Q + +ILQDLT RNISD+LVKTY +1 SLK+K WVNE RYGG S+G + P + E 

Sbjct: 1516 QRSTEI LQDLTDRNI SDFLVKTY PAL I RSSLKSKFWVNEQRYGG I S IG -GKL PWP I TGE 1574 

Query: 181 - VNDA I KQMKKHLKL AKDS S ADRFLNSLGRFMTGL DTRNNVKVWFNNKG WHA I S SFLNVI 239 

+ ++ + + ++ + F+ L+T +N+KVWFNNKGWHA+ SFLNV 

Sbjct: 1575 ALVGFLSDLGRIMNVSGGPITREASKEIPDFLKHLETEDNIKVWFNNKGWHALVSFLNVA 1634 

Query: 240 NNAILRANLQKGENPSHYGITAFNHPLNLTKQQLSEVALMTTSVD 284 

+NAILRA+L K + P YGIT + PLNLTK+QLSE+ ++TTSVD 
Sbjct: 163 5 HNAILRASLPKDRSPEEYGITVISQPLNLTKEQLSEITVLTTSVD 1679 



□ > gi 1 4557 87 6 | ref [ NP„0 00341 . 1 1 H ATP-binding cassette, sub-family A member 4; ATP 
transporter; ATP-binding transporter, retina-specific; 
rim protein [Homo sapiens] 

gi 11888527 | gb | AAC51144 . 1 1 ATP-binding cassette transporter [Homo sapiens] 

Length = 2273 

Score = 287 bits (734), Expect = le-76 

Identities - 139/285 (48%), Positives = 181/285 (63%), Gaps = 3/285 (1%) 

Query : 1 FGKYPSLELQPWMYNENYTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPIPDTPCQ 60 

FG+YP+L L PW+Y + YTF S D P L + L PGFG RC++ +P+ PC 

Sbjct: 1397 FGEYPALTLHPWIYGQQYTFFSMDEPGSEQFTVLADVLLNKPGFGNRCLKEGWLPEYPC- 1455 

Query: 61 AGEEEWTTAPVPQTIMDLFQNGNWTMQNPSPACQCSSDKIKKML PVCPPGAGGLPPPQRK 12 0 

W T V I LFQ WT NPSP+C+CS+ + MLP CP GAGGLPPPQR 
Sbjct: 1456 GNST PWKT PS VS PNI TQLFQKQKWTQVNPS PSCRCSTREKLTML PEC PEGAGGL PPPQRT 1515 

Query: 121 QNTADILQDLTGRNI SDYLVKTYVQI I AKSLKNKIWVNEFRYGGFSLGVSNTQALPPSQE 180 

Q + +ILQDLT RNISD+LVKTY +1 SLK+K WVNE RYGG S+G +P + E 

Sbjct: 1516 QRSTEILQDLTDRNISDFLVKTYPALIRSSLKSKFWVNEQRYGGISIG-GKLPWPITGE 1574 

Query: 181 -WDAIKQMKKHLKLAKDSSADRFLNSLGRFMTGLDTRNNVKVWFNNKGWHAIS SFLNVI 239 

+++++++ +F+ L+T +N+KVWFNNKGWHA+ SFLNV 

Sbjct: 1575 ALVGFLSDLGRIMNVSGGPITREASKEIPDFLKHLETEDNIKVWFNNKGWHALVSFLNVA 1634 

Query: 240 NNA I LRANLQKG EN PSH YG I TAFNH PLNL TKQQL S EVALMTT S VD 2 84 
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+NAILRA+L K + P YGIT + PLNLTK+QLSE+ ++TTSVD 
Sbjct: 1635 HNA I LRASL PKDRS PEEYG I T VI SQ PLNLTKEQL SEI T VL TTS VD 1679 



□ > gi | 3243082 j gb | AAC23915 . 1 1 ™ ATP-binding cassette transporter [Homo sapiens] 
Length = 2273 

Score = 287 bits (734) , Expect = le-76 

Identities = 139/285 (48%), Positives = 181/285 (63%), Gaps = 3/285 (1%) 

Query: 1 FGKYPSLELQPWMYNEOTTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPIPDTPCQ 60 

FG+YP+L L PW+Y + YTF S D P L + L PGFG RC++ + P+ PC 

Sbjct: 1397 FGEYPALTLHPWIYGQQYTFFSMDEPGSEQFTVLADVIiLNKPGFGNRCLKEGWLPEYPC- 1455 

Query: 61 AGEEEWTTAPVPQTIMDLFQNGNWTMQNPSPACQCSSDKIKKMLPVCPPGAGGLPPPQRK 12 0 

W T V I LFQ WT NPSP+C+CS+ + MLP CP GAGGLPPPQR 
Sbjct: 1456 GNSTPWKTPSVSPNITQLFQRQKWTQWPSPSCRCSTREKLTMLPECPEGAGGLPPPQRT 1515 

Query: 121 QNTADILQDLTGRNISDYLVKTYVQIIAKSLKNKIWVNEFRYGGFSLGVSNTQALPPSQE 180 

Q + +ILQDLT RNI SD+LVKTY +1 SLK+K WVNE RYGG S+G +P + E 

Sbjct: 1516 QRSTEI LQDLTDRNI SDFL VKT YPAL I RSSLKSKFWVNEQRYGG I S I G ~ GKL PWPI TGE 1574 

Query: 181 -VNDAIKQMKKHLKLAKDSSADRFLNSLGRFMTGLDTRNNVKVWFNNKGWHAISSFLNVI 239 

+++++++ + F + L+T +N+KVWFNNKGWHA+ SFLNV 

Sbjct: 1575 ALVGFLSDLGRIMNVSGGPITREASKEIPDFLKHLETEDNIKVWFNNKGWHALVSFLNVA 1634 

Query: 240 NNAILRANLQKGENPSHYGITAFNHPLNLTKQQLSEVALMTTSVD 2 84 

+NAILRA+L K +P YGIT + PLNLTK+QLSE+ ++TTSVD 
Sbjct: 1635 HNAILRASLPKDRSPEEYGITVISQPLNLTKEQLSEITVLTTSVD 1679 



□ > gi 1 6671495 [ ref 1 NP_031404 . 1 [ 11 ATP-binding cassette, sub-family A, member 4; ATI 
10; Rim protein [Mus musculus] 

gi j 2 547314 | gb[ AAC23916 . 1 [ 13 ATP-binding cassette transporter [Mus musculus] 
Length = 2310 

Score = 286 bits (731), Expect = 3e-76 

Identities = 138/285 (48%), Positives = 182/285 (63%), Gaps = 3/285 (1%) 

FGKYPSLELQPWMYNENYTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPIPDTPCQ 60 
FG++P+L L PWMY YTF S D P + h + L PGFG RC + + + P+ PC 

FGEFPALTLHPWMYGHQYTFFSMDEPNNEHLEVLADVLLNRPGFGNRCLKEEWLPEYPC- 1454 

AGEEEWTTAPVPQTIMDLFQNGNWTMQNPSPACQCSSDKIKKMLPVCPPGAGGLPPPQRK 120 
W T V I LFQ WT +PSP+C+CS+ + MLP CP GAGGLPPPQR 



Q + ++LQDLT RNI SDYLVKT Y +1 SLK+K WVNE RYGG S+G A+P S E 



-VNDAIKQMKKHLKLAKDSSADRFLNSLGRFMTGLDTRNNVKVWFNNKGWHAISSFLNVI 23 9 
+ ++++++ +F+ L+T +N+KVWFNNKGWHA+ SFLNV 



Query: 


1 


Sbjct : 


1396 


Query: 


61 


Sbjct : 


1455 


Query: 


121 


Sbjct : 


1515 


Query: 


181 


Sbjct: 


1574 


Query: 


240 



+NAILRA+L + +P YGIT + PLNLTK+ QLS + + ++TTSVD 
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□ > qi 1 12 65 6 651 jgb | AAK00959 .1 1 AF3 2 87 87,1 II ABC transporter member 7 [Homo sapiens] 
Length = 2146 

Score = 244 bits (622), Expect = le-63 

Identities = 126/284 (44%), Positives = 176/284 (61%), Gaps = 11/284 (3%) 

Query: 1 FGKYPSLELQPVMYNENYTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPIPDTPCQ 60 

FG YP+L L P MY +F S DAP D G LL AL ++ G + + P Q 

Sbjct: 1263 FGHYPALRLSPTMYGAQVSFFSEDAPGDPGRARLLEALLQEAG LEEPPVQ 1312 

Query : 6 1 AGEEEWTTAPVPQTIMDLFQNGNWTMQNPSPACQCSSDKIKKMLPVCPPGAGGLPPPQRK 12 0 

+ + VP + + +GNWT ++PSPACQCS + ++LP CP AGG PPPQ 
Sbjct: 1313 HSSHRFSAPEVPAEVAKVLASGNWTPESPSPACQCSRPGARRLLPDCPAAAGGPPPPQAV 1372 

Query: 121 QNTADILQDLTGRNISDYLVKTYVQIIAKSLKNKIWVNEFRYGGFSLGVSNTQALPPSQE 180 

+ +++Q+LTGRN+SD+LVKTY + + + + LK K WVNE RYGGFSLG LP QE 

Sbjct: 1373 TGSGEWQNLTGRNLSDFLVKTYPRLVRQGLKTKKWVNEVRYGGFSLG-GRDPGLPSGQE 1431 

Query : 181 WDAIKQMKKHLKLAKDSSADRFLNSLGRFMTGLDTRNNVKVWFNNKGWHAISSFLNVIN 240 

+ +++++ L + DR L +L + LD ++++K+WFNNKGWH++ +F+N + 

Sbjct: 1432 LGRSVEELWALLSPLPGGALDRVLKNLTAWAHSLDAQDSLKIWFNNKGWHSMVAFVNRAS 1491 

Query: 241 NAILRANLQKGENPSHYGITAFNHPLNLTKQQLSEVALMTTSVD 284 

NAILRA+L G + IT NHPLNLTK+QLSE ALM + SVD 

Sbjct: 1492 NAI LRAHL P PGPARHAHS I TTLNH PLNLTKEQLSEAALMASSVD 1535 



□ > gi 1 1545183 8 | ref j NP_150651 . 1 1 S ATP-binding cassette, sub-family A, member 7, is 
SS-N; macrophage ABC transporter [Homo sapiens] 

gi 1 15042034 | dbj |BAB622 94.1 ! H ABCA-SSN [Homo sapiens] 
Length = 2008 

Score = 243 bits (619), Expect = 3e-63 

Identities = 125/284 (44%), Positives = 175/284 (61%), Gaps = 11/284 (3%) 

Query: 1 FGKYPSLELQPWMYNENYTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPIPDTPCQ 60 

FG YP+L L P MY +F S DAP D G LL AL ++ G + + P Q 

Sbjct: 1125 FGHYPALRLSPTMYGAQVSFFSEDAPGDPGRARLLEALLQEAG LEEPPVQ 1174 

Query: 61 AGEEEWTTAPVPQTIMDLFQNGNWTMQNPSPACQCSSDKIKKMLPVCPPGAGGLPPPQRK 12 0 

++ VP + + +GNWT ++PSPACQCS +++LP CP AGG PPPQ 
Sbjct: 1175 HSSHRFSAPEVPAEVAKVLASGNWTPESPSPACQCSQPGARRLLPDCPAAAGGPPPPQAV 1234 

Query: 121 QNTADILQDLTGRNISDYLVKTYVQIIAKSLKNKIWVNEFRYGGFSLGVSNTQALPPSQE 180 

+ +++Q+LTGRN+SD+LVKTY +++ + LK K WVNE RYGGFSLG LP QE 

Sbjct: 1235 TGSGEWQNLTGRNLSDFLVKTYPRLVRQGLKTKKWVNEVRYGGFSLG-GRDPGLPSGQE 1293 

Query: 181 WDAIKQMKKHLKLAKDSSADRFLNSLGRFMTGLDTRNIWKVWFNNKGWHAISSFLNVIN 240 

+ + + + + + L + DR L +L + LD + + + + K+ WFNNKGWH + + +F+N + 

Sbjct: 1294 LGRSVEELWALLSPLPGGALDRVLKNLTAWAHSLDAQDSLKIWFNNKGWHSMVAFVNRAS 1353 

Query: 2 41 NAILRANLQKGENPSHYGITAFNHPLNLTKQQLSEVALMTTSVD 2 84 

NAILRA+L G + IT NHPLNLTK+QL E ALM +SVD 

Sbjct: 1354 NAILRAHLPPGRARHAHSITTLNHPLNLTKEQLFEAALMASSVD 1397 ^' 

http://www.ncbi.nlm.nih.gov/blast/Blast.cgi 02/03/2^03 



RID=1044318967-0777«5 ? 



Page 14 of 26 



□ > gi |9506365lrefl NP„0 619 85 . 1 1 iH ATP-binding cassette, sub- family A, member 7, isc 
SS-N; macrophage ABC transporter [Homo sapiens] 

gi I 9211112 | gb| AAF857 94 . 1 ] AF2 50238_1 II macrophage ABC transporter [Homo sapiens] 
Length = 2146 

Score = 242 bits (617) , Expect = 5e-63 

Identities = 125/284 (44%), Positives = 175/284 (61%), Gaps = 11/284 (3%) 

Query: 1 FGKYPSLELQPWMYNENYTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPIPDTPCQ 60 

FG YP+L L P MY +F S DAP D G LL AL ++ G + + P Q 

Sbjct: 1263 FGHYPALRLSPTMYGAQVSFFSEDAPGDPGRARLLEALLQEAG LEEPPVQ 1312 

Query; 61 AGEEEWTTAPVPQTIMDLFQNGNWTMQNPSPACQCSSDKIKKMLPVCPPGAGGLPPPQRK 120 

++ VP + + +GNWT ++PSPACQCS +++LP CP AGG PPPQ 
Sbjct: 1313 H SSHRFS APEVPAEVAKVLASGNWT PES PS PACQC SQ PGARRLL PDC PAAAGG P P PPQAV 1372 

Query: 121 QNT AD I LQDLTGRN I SDYLVKT YVQ 1 1 AKSLKNKI WVNEFRYGGF SLGVSNTQAL P P SQE 180 

+ +++Q+LTGRN+SD+LVKTY +++ + LK K WVNE RYGGFSLG LP QE 

Sbjct: 1373 TGSGEWQNLTGRNLSDFLVKTYPRLVRQGLKTKKWVNEVRYGGFSLG-GRDPGLPSGQE 1431 

Query : 181 WDAIKQMKKHLKLAKDSSADRFLNSLGRFMTGLDTRN1WKVWFNNKGWHAISSFLNVIN 240 

+ +++++ L + DR L +L + LD ++++K+WFNNKGWH++ +F+N + 

Sbjct: 1432 LGRSVEELWALLSPLPGGALDRVLKNLTAWAHSLDAQDSLKIWFNNKGWHSMVAFVNRAS 1491 

Query: 241 NAILRANLQKGENPSHYGITAFNHPLNLTKQQLSEVALMTTSVD 2 84 

NAILRA+L G + IT NHPLNLTK+QL E ALM +SVD 

Sbjct: 1492 NAILRAHLPPGRARHAHSITTLNHPLNLTKEQLFEAALMASSVD 1535 



□ > gi 1 227 2515 6 | gb| AAN04657 .1 1 II ABC transporter ABCA7 [Homo sapiens] 
Length = 2146 

Score = 241 bits (615), Expect = 8e-63 

Identities = 125/284 (44%), Positives = 175/284 (61%), Gaps = 11/284 (3%) 

FGKYPSLELQPWMYNENYTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPIPDTPCQ 60 
FG YP+L L P MY +F S DAP D G LL AL ++ G + + P Q 

FGHYPALRLSPTMYGAQVSFFSEDAPGDPGRARLLEALLQEAG LEEPPVQ 1312 



++ VP + + +GNWT ++PSPACQCS +++LP CP AGG PPPQ 



+ +++Q+LTGRN+SD+LVKTY +++ + LK K WVNE RYGGFSLG LP QE 



+++++ L + DR L +L + LD ++++K+WFNNKGWH++ +F+N + 



Query: 


1 


Sbjct: 


1263 


Query: 


61 


Sbjct: 


1313 


Query : 


121 


Sbjct : 


1373 


Query : 


181 


Sbjct : 


1432 


Query: 


241 


Sbjct: 


1492 



NAILRA+L G + IT NHPLNLTK+QL E ALM +SVD 
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H > gi 1 15451840 | ref ]NP_038878. 1 j 8 ATP-binding cassette, sub-family A, member 7 [Mi. 

Mug 

gi | 142 0983 4 |gbl AAK56862 .1 1 AF287141„1 f§ ATP-binding cassette transporter sub-famil 

gi 1 142 0983 6 |gb 1AAK5 6863 . 1 1 ffl ATP-binding cassette transporter sub-family A member 
Length = 2159 

Score = 239 bits (610), Expect = 3e-62 

Identities = 128/285 (44%), Positives = 176/285 (61%), Gaps = 2/285 (0%) 

Query : 1 FGKYPSLELQPWMYNENYTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPIPDTPCQ 60 

FG+YP L+L P MY +F S DAP D ++LL AL + G M+ + C 

Sbjct: 1266 FGQYPPLQLSPAMYGPQVSFFSEDAPGDPNRMKLLEALLGEAGLQEPSMQDKDARGSECT 1325 

Query : 6 1 AGEEEWTTAP-VPQTIMDLFQNGNWTMQNPSPACQCSSDKIKKMLPVCPPGAGGLPPPQR 119 

+ T P VP + + +GNWT ++PSPACQCS +++LP CP GAGG PPPQ 
Sbjct: 1326 HSLACYFTVPEVPPDVASILASGNWTPESPSPACQCSQPGARRLLPDCPAGAGGPPPPQA 1385 

Query: 120 KQNTADILQDLTGRNISDYLVKTYVQIIAKSLKNKIWVNEFRYGGFSLGVSNTQALPPSQ 17 9 

+++Q+LTGRN+SD+LVKTY ++ + LK K WV+E RYGGFSLG + LP 
Sbjct: 1386 VAGLGEWQNLTGRNVSDFLVKTYPSLVRRGLKTKKWVDEVRYGGFSLGGRDPD-LPTGH 1444 

Query: 180 EVNDAIKQMKKHLKLAKDSSADRFLNSLGRFMTGLDTRNNVKVWFNNKGWHAISSFLNVI 23 9 

EV + + + + L ++ DR LN+L + + GLD RN++K+WFNNKGWHA+ +F+N 

Sbjct: 1445 EWRTLAEIRALLSPQPGNALDRILNNLTQWALGLDARNSLKIWFNNKGWHAMVAFVNRA 1504 

Query: 240 NNAI L RANL QKGEN P S H YG I T AFNH PLNL TKQQL SEVALMTT SVD 284 

NN +L A L G + IT NHPLNLTK+QLSE L+ +SVD 

Sbjct: 1505 NNGLLHALLPSGPVRHAHSITTLNHPLNLTKEQLSEATLIASSVD 1549 



fj > gi (26342298 j dbj (BAC 34811 . 1 [ unnamed protein product [Mus musculus] 
Length = 1487 

Score = 228 bits (582), Expect = 7e-59 

Identities = 97/107 (90%), Positives = 102/107 (95%) 

Query: 1 FGKYPSLELQPWMYNENYTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPIPDTPCQ 6 0 

FGKY P S LELQ PWMYNE YTFVSNDAPED GT ELLNALTKD PGFGTRCMEGNP I PDT PC 
Sbjct: 1371 FGKY P SLELQ PWMYNEQYTF VSNDAPEDMGTQELLNALTKD PGFGTRCMEGN P I PDT PC L 1430 

Query: 61 AGEEEWTTAPVPQTIMDLFQNGNWTMQNPSPACQCSSDKIKKMLPVC 107 

AGEE+WT +PVPQ+I+DLFQNGNWTM+NPSPACQCSSDKIKKMLPVC 
Sbjct; 1431 AGEEDWTISPVPQSIVDLFQNGNWTMKNPSPACQCSSDKIKKMLPVC 1477 



D >gi | 20521748 j dbj j BAA83014 . 2 | H KIAA1062 protein [Homo sapiens] 
Length = 1771 

Score =99.8 bits (247), Expect = 4e-20 

Identities = 72/219 (32%), Positives = 104/219 (47%), Gaps = 54/219 (24%) 

Query: 58 PCQAGEEEWTTAP-VPQTIMDLFQNGNWTMQNPSPACQCSSDKIKKMLPVCPPGAGGLPP 116 

P AG E WT+AP +P+ + + + C CS+ CP GG P 

Sbjct: 952 P PT AG PEMWT S A P SL PRL VRE PVR CTCSAQGTGFS CPSSVGG-HP 995 
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Query: 117 PQRKQNTADILQDLTGRNISDYLVKTYVQIIAKSLKNKIWVNEFRYGGFSLGVSNTQALP 17 6 

PQ + T DIL D+TG N+S+YL+ T S + + + RYG + G N 

Sbjct: 996 PQMRWTGDILTDITGHNVSEYLLFT SDRFRL HRYGA I TFG - - NVLKS I 1042 

Query: 177 PSQEWDAIKQMKKHLKLAKDSSADRFLNSLGRFMTGLDTRNNVKVWFNNKGWHAISSFL 23 6 

P+ A ++K + R +V++NNKG+H+ + ++L 

Sbjct: 1043 PASFGTRAP PMVRK IAVRRAAQVFYNNKGYHSMPTYL 1079 

Query: 237 NVINNAILRANLQKGE-NPSHYGITAFNHPLNLTKQQLS 274 

N +NNAILRANL K + NP+ YGIT NHP+N T LS 
Sbjct: 1080 NSLNNAILRANLPKSKGNPAAYGITVTNHPMNKTSASLS 1118 



□ > gi 1 113 4 62 69 [pir | 1A59189 ATP-binding cassette transporter'- human (fragment) 
Length = 1529 

Score =98.2 bits (243), Expect = le-19 

Identities = 72/219 (32%), Positives = 104/219 (47%), Gaps = 54/219 (24%) 

Query : 5 8 PCQAGEEEWTTAP-VPQTIMDLFQNGNWTMQWPSPACQCSSDKIKKMLPVCPPGAGGLPP 116 

P AG E WT+AP + P+ + + + C CS+ CP GG P 

Sbjct: 710 PPTAGPEMWTSAPSLPRLVREPVR CTCSAQGTGFS CPSSVGG-HP 7 53 

Query: 117 PQRKQNTADILQDLTGRNISDYLVKTYVQIIAKSLKNKIWVNEFRYGGFSLGVSNTQALP 17 6 

PQ + T DIL D+TG N+S+YL+ T S + + + RYG + G N 

Sbjct; 754 PQMRWTGDILTDITGHNVSEYLLFT SDRFRL HRYGAITFG--NVLKSI 800 

Query: 177 PSQEWDAIKQMKKHLKLAKDSSADRFLNSLGRFMTGLDTRNNVKVWFNNKGWHAISSFL 23 6 

P+ A ++K + R +V++NNKG+H++ ++L 

Sbjct: 801 PASFGTRAP PMVRK IAVRRAAQVFYNNKGYHSMPTYL 837 

Query: 237 NVINNAILRANLQKGE-NPSHYGITAFNHPLNLTKQQLS 274 

N +NNAILRANL K + NP+ YGIT NHP+N T LS 
Sbjct: 838 NSLNNAILRANLPKSKGNPAAYGITVTNHPMNKTSASLS 87 6 



D > gi 1 14916523 I sp IQ9BZC7 | ABC2_HUMAN ATP-binding cassette, sub- family A, member 2 
transporter 2) (ATP-binding cassette 2) 

gi | 1317 3 23 6 | qbl AAK1433 5 . 1 | H ABC transporter ABCA2 [Homo sapiens] 
Length = 2436 

Score =98.2 bits (243), Expect = le-19 j 
Identities = 72/219 (32%), Positives = 104/219 (47%), Gaps = 54/219 (24%) | 

PCQAGEEEWTTAP-VPQTIMDLFQNGNWTMQNPSPACQCSSDKIKKMLPVCPPGAGGLPP 116 
P AG E WT+AP +P+ + + + C CS+ CP GG P 



PQ + T DIL D+TG N+S+YL+ T S + ++ RYG + G N 



P+ A ++K + R +V++NNKG+H++ ++L 

PASFGTRAP PMVRK IAVRRAAQVFYNNKGYHSMPTYL 1744 



Query : 


58 


Sbjct : 


1617 


Query : 


117 


Sbjct : 


1661 


Query : 


177 


Sbjct : 


1708 


Query: 


237 



http.V/www.ncbi.nlm. nih.gov/blast/Blast.cgi 



02/03/2003 



RID=1044318967-0777-», Page 17 of 26 



N +NNAILRANL K + NP+ YGIT NHP+N T LS 
Sbjct: 1745 NSLNNAI LRANL PKSKGNPAAYG I TVTNH PMNKT SASL S 1783 



□ > gi 1 145 50412 |ref|NP_0 01 597 . 1 | ft§ ATP-binding cassette, sub- family A, member 2; K3 
sapiens ] 

gi j 99 57 467 )gb] AAG0937 2 . 1 1 AF17 8941_1 B ATP-binding cassette sub- family A member 2 

gi 1 1317318 6 | gb|AAK143 34 . 1 1 AF327 65 7„1 US ABC transporter ABCA2 [Homo sapiens] 
Length = 243 6 

Score =98.2 bits (243), Expect = le-19 

Identities = 72/219 (32%), Positives = 104/219 (47%), Gaps = 54/219 (24%) 

Query : 5 8 PCQAGEEEWTTAP-VPQTIMDLFQNGNWTMQNPSPACQCSSDKIKKMLPVCPPGAGGLPP 116 

P AG E WT+AP + P+ + + + C CS+ CP GG P 

Sbjct: 1617 PPTAGPEMWTSAPSLPRLVREPVR CTCSAQGTGFS CPSSVGG-HP 1660 

Query: 117 PQRKQNTADILQDLTGRNISDYLVKTYVQIIAKSLKNKIWVNEFRYGGFSLGVSNTQALP 17 6 

PQ + T DIL D+TG N+S+YL+ T S + ++ RYG + G N 

Sbjct: 1661 PQMRWTGDILTDITGHNVSEYLLFT SDRFRL HRYGAITFG--NVLKSI 1707 

Query: 177 PSQEV^DAIKQMKKHLKLAKDSSADRFLNSLGRFMTGLDTRNNVKVWFNNKGWHAISSFL 23 6 

P+ A + +K + R +V++NNKG+H++ + +L 

Sbjct: 1708 PASFGTRAPPMVRK IAVRRAAQVFYNNKGYHSMPTYL 1744 

Query: 237 NVI NNAI L RANL QKGE - NPS HYG I T AFNH PLNL TKQQL S 274 

N + NNAI LRANL K + NP+ YGIT NHP+N T LS 
Sbjct: 1745 NSLNNAI LRANL PKSKGNPAAYG I TVTNH PMNKT S AS LS 1783 



□ >gi 1 119 9 393 9 | ref j NP_031405 . 1 1 S ATP-binding cassette, sub-family A (ABC1), memb* 

cassette 2 [Mus musculus] 
gi i 14916951 | spj P41234 | ABC2_MOUSE ATP-binding cassette, sub-family A, member 2 (AT 

transporter 2) (ATP-binding cassette 2) 



gi 111990231 | emb | C AA53 53 1 . 2 j 
Length = 2434 



ABC transporter [Mus musculus] 



Score = 97.4 bits (241), Expect = 2e-19 

Identities = 72/219 (32%), Positives = 103/219 (47%), Gaps = 54/219 (24%) 



Query : 


58 


Sbjct: 


1617 


Query: 


117 


Sbjct : 


1661 


Query: 


177 


Sbjct: 


1708 


Query: 


237 


Sbjct: 


1745 



P AG E WT+AP +P+ + + 



PQ + T DIL D+TG N+S+YL+ T 



C CS+ 



S + + + 



CP GG P 



RYG + G N Q 
-HRYGAITFG- -NVQKSI 1707 



P+ 



F + + + R +V +NNKG+H++ ++L 
-FGARVPPMVRKI AVRRVAQVLYNNKGYHSMPTYL 1744 



N + NNAI LRANL K + NP+ YGIT NHP+N T 



LS 
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d > gi I 142 50599 jgb] AAH087 55 . 1 1 AAH087 55 H Similar to KIAA1062 protein [Homo sapiens] 
■Length = 867 

Score = 96.7 bits (239), Expect = 3e-19 

Identities = 71/219 (32%), Positives = 103/219 (47%), Gaps = 54/219 (24%) 

Query : 5 8 PCQAGEEEWTTAP-VPQTIMDLFQNGNWTMQNPSPACQCSSDKIKKMLPVCPPGAGGLPP 116 

P AG E WT+AP + P+ + + + C CS+ CP GG P 

Sbjct: 48 PPTAGPEMWT SAPS LPRLVRE PVR CTCSAQGTGFS CPSSVGG-HP 91 

Query: 117 PQRKQNTADILQDLTGRNISDYLVKTYVQIIAKSLKNKIWVNEFRYGGFSLGVSNTQALP 17 6 

PQ + DIL D+TG N+S+YL+ T S + ++ RYG + G N 

Sbjct: 92 PQMRWAGDILTDITGHNVSEYLLFT SDRFRL HRYGAITFG--NVLKSI 138 

Query: 177 PSQEVNDAIKQMKKHLKLAKDSSADRFLNSLGRFMTGLDTRNNVKVWFNNKGWHAISSFL 23 6 

P+ A ++K + R +V++NNKG+H++ ++L 

Sbjct: 139 PASFGTRAPPMVRK- IAVRRAAQVFYNNKGYHSMPTYL 175 

Query: 23 7 NVINNAILRANLQKGE-NPSHYGITAFNHPLNLTKQQLS 274 

N +NNAILRANL K + NP+ YGIT NHP+N T LS 
Sbjct: 176 NSLNNAI LRANL PKSKGNPAAYGITVTNH PMNKTSASL S 214 



fj > gi 1 1082239 Ipir | 1B54774 ATP binding cassette transporter ABC2 - mouse (fragment) 
Length = 1472 

Score =95.5 bits (236), Expect = 7e-19 

Identities = 71/219 (32%), Positives = 102/219 (46%), Gaps = 54/219 (24%) 

PCQAGEEEWTTAP-VPQTIMDLFQNGNWTMQNPSPACQCSSDKIKKMLPVCPPGAGGLPP 116 
P AG E WT+AP +P+ + + + C CS+ CP GG P 

PPTAGPETWTSAPSLPRLVHEPVR CTCSAQGTGFS CPSSVGG-HP 697 

PQRKQNTADILQDLTGRNISDYLVKTYVQIIAKSLKNKIWVNEFRYGGFSLGVSNTQALP 17 6 
PQ + T DIL D+TG N+S+YL+ T S + ++ RYG + G N Q 



Query: 


58 


Sbjct: 


654 


Query: 


117 


Sbjct : 


698 


Query: 


177 


Sbjct : 


745 


Query: 


237 


Sbjct: 


782 



P+ F + " + + R +V +NNKG+H++ ++L 



N +NNAILRANL K + NP+ Y IT NHP+N T LS 



□ > gi 1 13242308 j ref | NP_077372 . 1 1 II ATP-binding cassette, sub-family A (ABC1), membe 
norvegicus ] 

gi | 10799949 | dbj 13AB16596 , 1 j II ABC2 [Rattus norvegicus] 
Length = 2434 

Score = 94.7 bits (234), Expect = le-18 

Identities = 72/219 (32%), Positives = 102/219 (46%), Gaps = 54/219 (24%) 
Query : 5 8 PCQAGEEEWTTAP-VPQTIMDLFQNGNWTMQNPSPACQCSSDKIKKMLPVCPPGAGGLPP 116 
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P AG E WT AP + P+ + + + C CS+ CP GG P 

Sbjct: 1617 PPTAGPETWTWAPSLPRLVHEPVR CTCSAQGTGFS CPSSVGG-HP 1660 

Query: 117 PQRKQNTADI LQDLTGRNI SDYLVKTYVQI I AKSLKNKI WVNEFRYGGFSLGVSNTQAL P 17 6 

PQ + T DIL D+TG N+S+YL+ T S + ++ RYG + G N Q 

Sbjct: 1661 PQMRWTGDILTDITGHNVSEYLLFT SDRFRL HRYGAITFG--NIQKSI 1707 

Query: 177 PSQEWDAIKQMKKHLKLAKDSSADRFLNSLGRFMTGLDTRNNVKVWFNNKGWHAISSFL 23 6 

p+ ++K + R +V +NNKG+H++ ++L 

Sbjct: 1708 PAPIGTRTPLMVRK IAVRRVAQVLYNNKGYHSMPTYL 1744 

Query: 237 NVINNAILRANLQKGE-NPSHYGITAFNHPLNLTKQQLS 274 

N +NNAILRANL K + NP+ YGIT NHP+N T LS 
Sbjct: 1745 NS LNNAI L RANL PKSKGNP AAYG I T VTNH PMNKT S ASLS 1783 



n > gi | 27881503 | ref |NP_7 7 5099 . 1 1 H ATP-binding cassette, sub- family A, member 12 is 
cassette A12 [Homo sapiens] 
Length = 2347 

Score =81.6 bits (200), Expect = le-14 

Identities - 72/286 (25%), Positives - 123/286 (43%), Gaps = 78/286 (27%) 

Query: 4 YPSLELQPWMY — NENYTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPI PDTPC- - 59 

YP ++ + P +Y +E F +N P T L++A+ PG C+ + DC 
Sbjct: 152 6 YPEIQISPSLYGTSEQTAFYANYHPS TE AL VS AMWDF PG I DNMC LNT S DLQCLN 157 9 

Query: 60 QAGEEEWTTA PVPQT IMDLFQNGNWTMQNPS PACQCSSDKIKKML PVC P PGAGGL PP PQR 119 

+ E+W T+ P T + C CS + + CP PP R 

Sbjct: 1580 KDSLEKWNTSGEPITNFGV CSCSEN VQECP--KFNYSPPHR 1618 

Query: 120 KQNTAD I LQDLTGRNI SDYLVKTYVQI I AKSLKNKI WVNEFRYGGFSLGVSNTQAL PPSQ 17 9 

+ ++ ++ +LTG+ + +YL+ T + + K RYGG+S G 
Sbjct: 1619 RT YSSQVI YNLTGQRVENYL I STANEFVQK RYGGWSFG 1656 

Query: 180 EWDAIKQMKKHLKLAKDSSADRFLNSLGRFMTGLD-TRNNVKVWFNNKGWHAISSFLNV 23 8 

L L KD D +TG+ R KVW++ +G+H++ ++LN 

Sbjct: 1657 LPLTKDLRFD ITGVPANRTLAKVWYDPEGYHSLPAYLNS 1695 

Query: 239 I NNAI L RANLQKGEN PS H YG I T AFNH PLNLTKQQL SEVALMTT S VD 284 

+NN +LR N+ K + H GI ++HP + Q E A +++ +D 
Sbjct: 1696 LNNFLLRVNMSKYDAARH-GIIMYSHPYPGVQDQ--EQATISSLID 1738 



□ > gi |2788150l|ref |NP_0 5 6472 . 2 1 S ATP-binding cassette, sub-family A, member 12 is 
cassette A12 [Homo sapiens] 
Length = 2277 

Score = 81.6 bits (200), Expect = le-14 

Identities = 72/286 (25%), Positives = 123/286 (43%), Gaps = 78/286 (27%) 

Query : 4 YPSLELQPWMY- -NENYTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPI PDTPC- - 59 

YP +++ P +Y +E F +N P T L++A+ PG C+ + DC 
Sbjct: 1456 YPEIQISPSLYGTSEQTAFYANYHPS TEALVSAMWDF PG I DNMCLNTS DLQCLN* 1509 

Query: 60 QAGEEEWTTA PVPQT IMDLFQNGNWTMQN PSPACQCS SDK I KKML PVC P PGAGGL PP PQR 119 
+ E+W T+ P T + C CS + + CP PP R 
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Sbjct: 1510 KDS L EKWNT SGE P I TNFGV CSCSEN VQECP--KFNYSPPHR 1548 

Query: 120 KQNTADILQDLTGRNISDYLVKTYVQIIAKSLKNKIWVNEFRYGGFSLGVSNTQALPPSQ 179 

+ + + + + +LTG+ + +YL+ T + + K RYGG+S G 
Sbjct: 1549 RT YS SQVI YNLTGQRVENYL I STANEF VQK RYGGWSFG 1586 

Query: 180 EVNDA I KQMKKHLKLAKDSSADRFLNSLGRFMTGLD - TRNNVKVWFNNKGWHA I SSFLNV 238 

L L KD D +TG+ R KVW+ + +G+H++ ++LN 

Sbjct: 1587 LPLTKDLRFD ITGVPANRTLAKVWYDPEGYHSLPAYLNS 1625 

Query: 239 I NNAI LRANLQKGENPSHYG I TAFNH PLNLTKQQLSEVALMTTS VD 284 

+NN +LR N+ K + H GI ++HP + Q E A +++ +D 
Sbjct: 1626 LNNFLLRVNMSKYDAARH - GI IMYSH PY PG VQDQ - - EQAT I SSL I D 1668 



□ > gi 1 23 957299 ] qh \ AAN4073 5 . 1 | AF418105_1 II ATP-binding cassette transporter family 
Length = 2347 

Score =81,6 bits (200), Expect = le-14 

Identities = 72/286 (25%), Positives = 123/286 (43%), Gaps = 78/286 (27%) 

Query: 4 YPSLELQPWMY--NENYTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPIPDTPC-- 59 

YP + + + P +Y +E F +N P T L++A+ PG C+ + DC 
Sbjct: 1526 YPEIQISPSLYGTSEQTAFYANYHPS T EAL VS AMWDF PG I DNMC LNT S DLQCLN 1579 

Query: 60 QAGEEEWTTAPVPQT IMDLFQNGNWTMQNPS PACQCSSDKIKKML PVC PPGAGGL P P PQR 119 

+ E+W T+ P T + C CS + + CP PP R 

Sbjct: 1580 KDS LEKWNT SGE PI TNFGV CSCSEN VQECP--KFNYSPPHR 1618 

Query: 120 KQNTADILQDLTGRNISDYLVKTYVQIIAKSLKNKIWVNEFRYGGFSLGVSNTQALPPSQ 179 

+ ++ ++ +LTG+ + +YL+ T + + K RYGG+S G 
Sbjct: 1619 RTYS SQVI YNLTGQRVENYL I STANEF VQK RYGGWSFG 1656 

Query : 180 EVNDAIKQMKKHLKLAKDSSADRFLNSLGRFMTGLD-TRNNVKVWFNNKGWHAI SSFLNV 238 

h L KD D +TG+ R KVW++ +G+H++ ++LN 

Sbjct: 1657 LPLTKDLRFD ITGVPANRTLAKVWYDPEGYHSLPAYLNS 1695 

Query: 239 I NNAI LRANLQKGENPSHYG I TAFNH PLNLTKQQLSEVALMTTS VD 284 

+NN +LR N+ K + H GI . ++HP + Q E A +++ +D 
Sbjct: 1696 LNNFLLRVNMSKYDAARH-GIIMYSHPYPGVQDQ--EQATISSLID 1738 



□ > gi [ 141897 3 5 [ qb [ AAK543 5 5 ,1 [ Hi ATP-binding cassette transporter family A member ] 
Length = 2277 

Score =81.6 bits (200), Expect = le-14 

Identities = 72/286 (25%), Positives = 123/286 (43%), Gaps = 78/286 (27%) 



Query : 


4 


YPSLELQPWMY--NENYTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPIPDTPC-- 


59 






YP + + + P +Y +E F +N P T L++A+ PG C+ + DC 




Sbjct: 


1456 


YPEIQISPSLYGTSEQTAFYANYHPS TEALVS AMWDF PG I DNMC LNT S DLQCLN 


1509 


Query : 


60 


QAGEEEWTTAPVPQTIMDLFQNGNWTMQNPSPACQCSSDKIKKMLPVCPPGAGGLPPPQR 


119 






+ E+W T+ P T + C CS + + CP PP R 




Sbjct : 


1510 


KDSLEKWNTSGEPITNFGV CSCSEN VQEC P - - KFNYS P PHR 


1548 


Query : 


120 


KQNTADILQDLTGRNISDYLVKTYVQIIAKSLKNKIWVNEFRYGGFSLGVSNTQALPPSQ 


179 
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+ + + + + + LTG+ + +YL+ T + + K RYGG+S G 
Sbjct : 1549 RTYSSQVIYNLTGQRVENYLISTANEFVQK RYGGWSFG 1586 

Query : 180 EVNDAI KQMKKHLKLAKDSS ADRFLNSLGRFMTGLD - TRNNVKVWFNNKGWHAI S SFLNV 238 

L L KD D +TG+ R KVW++ +G+H++ ++LN 

Sbjct: 1587 LPLTKDLRFD ITGVPANRTLAKVWYDPEGYHSLPAYLNS 1625 

Query: 239 INNAILRANLQKGENPSHYGITAFNHPLNLTKQQLSEVALMTTSVD 284 

+NN + LR N+ K + H GI ++HP + Q E A ++ + +D 
Sbjct: 162 6 LNNFLLRVNMSKYDAARH-GIIMYSHPYPGVQDQ--EQATISSLID 16 68 



□ > gi | 27684549 j ref | XP,237242 . 1 1 S similar to ATP-binding cassette transporter famd 
sapiens] [Rattus norvegicus] 
Length = 1699 

Score = 74.7 bits (182), Expect = le-12 

Identities = 70/285 (24%), Positives = 122/285 (42%), Gaps = 76/285 (26%) 

Query: 4 YPSLELQPWMY--NENYTFVSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPIPDTPCQA 61 

YP L + P +Y +E F +N P T L++AL PG C++ D+ C 
Sbjct: 878 YPELLISPSIYGNSEQTAFYANFDPS TNALVS ALWNF PG I DNVCLNTS DSQCLK 931 

Query: 62 GEE--EWTTAPVPQTIMDLFQNGNWTMQNPSPACQCSSDKIKKMLPVCPPGAGGLPPPQR 119 

+ +W T+ +D F C C SD +++ CP PP R 

Sbjct: 932 KDNLGKWNTS GEAIDNFG VCSC-SDNVQE CP--KFNYSPPHR 970 

Query: 12 0 KQNTADILQDLTGRNISDYLVKTYVQIIAKSLKNKIWVNEFRYGGFSLGVSNTQALPPSQ 179 

+ ++ ++ +LTG+++ +YL+ T + K RYGG+S G 
Sbjct: 971 RTYSSQVI YNLTGKHMENYLI STANHFVQK RYGGWSFG 1008 

Query: 180 EWDAIKQMKKHLKLAKDSSADRFLNSLGRFMTGLDTRNNVKWFNNKGWHAISSFLNVI 239 

+KL D D + R + KVW++ +G+H++ ++LN + 

Sbjct: 1009 MKLTNDLRFDVTAVPVNRTLA KVWYDPEGYHSLPAYLNSL 1048 

Query: 240 NNAILRANLQKGENPSHYGITAFNHPLNLTKQQLSEVALMTTSVD 2 84 

NN +LR N+ + + H GI ++HP + Q E A +++ +D 
Sbjct: 1049 NNFLLRVNMSEYDAARH-GIIMYSHPYPGVQDQ--EQATISSLID 1090 



□ > gi j 25141343 j ref j NP_490949 . 2 j ABC transporter family member [Caenorhabdi tis elec 
gi 1 2 01988 0 8 |gb| AAK213 69 . 2 | Hypothetical protein F12B6.1 [Caenorhabdi tis elegans] 
Length = 1547 

Score =71.6 bits (174), Expect = le-11 

Identities = 59/188 (31%), Positives = 86/188 (45%), Gaps = 40/188 (21%) 

Query: 122 NTADILQDLTGRNISDYLVKTYVQIIAKSLKNKIWNEFRYGGFSLGVSNTQALPPSQEV 181 

NT D + DLTGRN++ + + T +A + F GGFSLG N +A SQ 

Sbjct: 743 NTTDRIFDLTGRNLTQFRLITRFAQLANT TAPFFLGGFSLGHVNQRA- -QSQAD 794 

Query: 182 ND AIKQMKKHLKL AKDSSADRFLNSLGRFMTGL 214 

D IK + + +++ A++ + ++ +N L + L 
Sbjct: 795 I DT SKRGWLET IKD I AQSMRI I NLNTTG I EPAT PKVLDPFAQN I T LNQWNDL LQNL 851 

Query: 215 DTRNNVKVWFNNKGWHAISSFLNVINNAILRANLQKGENPSHYGITAFNHPLNLT-KQQL 273 
D R NVKVWFNNK W N+++NA+LR +P GI NHP+N T Q L 
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Sbjct: 852 DVRENVKVWFNNKI WPGF P I ASNI LSNALLRQE - DYAI D PEDLG I LTMNH PMNK.T I SQTL 910 

Query: 274 SEVALMTT 281 

+ AL T 
Sbjct: 911 DQNALKFT 918 



□ > gi]7498949 [pir| 1T15200 hypothetical protein F12B6.1 - Caenorhabditis elegans 
Length = 1447 

Score =70.9 bits (172), Expect = 2e-ll 

Identities = 59/188 (31%), Positives = 86/188 (45%), Gaps = 40/188 (21%) 

NTADILQDLTGRNISDYLVKTYVQIIAKSLKNKIWVNEFRYGGFSLGVSNTQALPPSQEV 181 
NT D + DLTGRN++ + + T ' +A + F GGFSLG N +A SQ 

NTTDRIFDLTGRNLTQFRLITRFAQLANT TAPFFLGGFSLGHVNQRA--QSQAD 794 

ND AIKQMKKHLKL AKDSSADRFLNSLGRFMTGL 214 

D IK + + +++ A++ + ++ +N L + L 



Query: 


122 


Sbjct : 


743 


Query: 


182 


Sbjct: 


795 


Query: 


215 


Sbjct: 


852 


Query : 


274 


Sbjct : 


911 



D R NVKVWFNNK W N+++NA+LR +P GI NHP+N T Q L 



+ AL T 



□ > gi 1 21297 82 8 | gb [ EAA09973 . 1 1 agCP11808 [Anopheles garabiae str. PEST] 
Length = 1725 

Score = 58.5 bits (140), Expect = le-07 

Identities = 25/63 (39%), Positives = 41/63 (65%), Gaps = 4/63 (6%) 

Query: 222 WFNNKGWHAISSFLNVINNAILRANLQKGENPSHYGITAFNHPLNLTKQQLSEVALMTT 281 

VW+NNKG+H++ ++LN+++ A+LRA L N S Y I NHPL + + +LS +++ 
Sbjct: 1051 VWYNNKGYHSMPTWLNMLDTAVLRAEL NDSSYTIRTINHPLKIEEDELSVSSMLQQ 110 6 

Query; 282 SVD 2 84 
D 

Sbjct: 1107 IAD 1109 



□ > gi | 2 08503 54 1 ref jXP_13 6692.1 [ Hi similar to ATP-binding cassette transporter faitu 
sapiens] [Mus musculus] 
Length = 167 0 

Score = 58.2 bits (139), Expect = le-07 

Identities = 42/165 (25%), Positives = 74/165 (44%), Gaps = 51/165 (30%) 

Query: 9 3 CQCSSDKIKKMLPVCPPGAGGLPPPQRKQNTADILQDLTGRNISDYLVKTYVQIIAKSLK 152 

C C SD +++ CP PP R+ + + + + +LTG+++ +YL+ T + K 
Sbjct: 1533 CSC-SDNVQE CP-- KFNY H P PH RRT YS S Q VI YNL TGKHMENYL I T T ANHF VQK 1582 
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Query : 153 NKIWVNEFRYGGFSLGVSNTQALPPSQEVNDAIKQMKKHLKLAKDSSADRFLNSLGRFMT 212 

RYGG+S G +KL D D +T 
Sbjct: 1583 RYGGWSFG MKLTNDLRFD VT 1602 

Query: 213 GL-DTRNNVKVWFNNKGWHAISSFLNVINNAILRANLQKGENPSH 256 

+ D R KVW++ +G+H++ + + LN +NN +LR N+ + + H 
Sbjct: 1603 AVPDNRTLAKVWDPEGYHSLPAYLNSLNNFLLRWMSEYDAARH 1647 



□ > gi\ 24643648 | ref [NP_608437 . 1 1 IB CG1819-PA [Drosophila melanogaster ] 

gi 122 832 643 | gb 1 AAF50847 . 2 | H CG1819-PA [Drosophila melanogaster] 
Length = 1591 

Score = 47.0 bits (110), Expect = 3e-04 

Identities = 29/92 (31%), Positives = 47/92 (51%), Gaps = 11/92 (11%) 

Query: 199 SADRFLNSLGRFMT GLDTRNNVKVWFNNKGWHAISSFLNVINNAILRANLQKGE 252 

S D LNS G + GL+. + VW+NNKG+H++ ++LN +N+ +LR + 
Sbjct: 892 S YDWVLNSWGEYSERRYGGYGLNG - SGATVWYNNKGYHSMMAWLNDLNSELLRTTM 946 

Query: 2 53 NPSHYGITAFNHPLNLTKQQLSEVALMTTSVD 284 

N S I N P L +LS + + + + D 
Sbjct: 947 NDSES S I LTLNE PWKLGFAEL STSS I LRQAGD 97 8 



□ > gi [27 697 650 I ref 1 XP_223 630 . 1 j ffl si 
norvegicus ] 
Length = 1132 

Score =38.5 bits (88), Expect = 0.11 
Identities = 15/27 (55%), Positives = 

Query: 2 22 VWFNNKG WHA I S S F LNVI NNA I L RANL 
VW+N KG+H++ S+LN +NN IL NL 
Sbjct: 178 VWYNQKGFHSLPSYLNHLNNLILWQNL 



nilar to hypothetical protein FLJ33 951 [Homo £ 

21/27 (77%) 

248 

204 



□ > gi [ 15610478 j ref I NP._217 85 9 . 1 j hypothetical protein Rv3342 [Mycobacterium tuberci. 
gi j 6137 297 j s p | 053392 | YX42„MYCTU Putative methyltransferase RV3 3 42 
gi 1 7477581 jpir 1 1E70846 hypothetical protein Rv3342 - Mycobacterium tuberculosis 
H37RV) 

gi | 2 8942 52 1 emb [CAA17114 . 1 1 hypothetical protein Rv3342 [Mycobacterium tuberculosi 
Length = 243 

Score =34.3 bits (77), Expect =2.3 

Identities = 22/88 (25%), Positives = 39/88 (44%) 

Query : 2 1 VSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPIPDTPCQAGEEEWTTAPVPQTIMDLFQ 80 

VN EG+L + G R PPT Q + EWT PQ ++DL 

Sbjct: 134 VWNTRDERLGWVRELGEI I GRDGD PVRDRVTL PEPFTT VQRHQVEWTNYLT PQAL I DLVA 193 

Query: 81 NGNWTMQN P S P AC Q C S S DK I KKML P VC P 108 

+ ++ + +P+ + p 

Sbjct: 194 SRSYCITSPAQVRTKTLDRVRQLLATHP 221 
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□ > qi 1 15842 938 | ref 1 NP_337 97 5 . 1 1 methyltransf erase , ' putative [Mycobacterium tuber cl 
qi 1 13 88327 3 | gb 1 AAK477 89 . 1 1 methyl transferase , putative [Mycobacterium tuberculosi 
Length = 236 

Score =33.9 bits (76), Expect =2.4 

Identities = 22/88 (25%), Positives = 39/88 (44%) 

Query: 21 VSNDAPEDTGTLELLNALTKDPGFGTRCMEGNPIPDTPCQAGEEEWTTAPVPQTIMDLFQ 80 

VN EG+L + G R PPT Q + EWT PQ + + DL 

Sbjct: 127 VWNTRDERLGWVRELGE I IGRDGD PVRDRVTL PEPFTTVQRHQVEWTNYLT PQAL I DLVA 186 

Query: 81 NGNWTMQN P S PAC QC S S DKI KKML P VC P 108 

+ ++ + +P+ + D+++++L P 

Sbjct: 187 SRSY C I TS PAQVRTKTLDRVRQLLATH P 214 



□ > gi [20088939! ref | NP„_615014 . 1 1 conserved hypothetical protein [Methanosarcina ac€ 
C2A] 

gij 19913785 | gb | AAM03494 . 1 | conserved hypothetical protein [Methanosarcina acetivo 
C2A] 
Length = 345 

Score =33.9 bits (7 6), Expect =2.6 

Identities = 31/114 (27%), Positives = 54/114 (47%), Gaps = 13/114 (11%) 

Query: 100 I KKML PVC P PGAGGL P P PQRKQNTAD I L QDLTGRN - 1 SDYLV KTYVQIIAKS 150 

+K L VC P + L R + DI++D R I LV K Y ++I ++ 

Sbjct: 214 LKT YLRVCQ PKS PAL - - WDRINESLDIMKDKCSRTVI RTT LVKGENI FNPKGYAEL I KRA 271 

Query: 151 LKNKIWVNEFRYGGFSLGVSNTQALPPSQEVNDAIKQMKKHL--KLAKDSSADR 202 

+ + + + + GFS + A+P +EV + K++ KHL ++A +S R 
Sbjct: 272 S PDFVEIKAYMHLGFSRLRLDRSAMPTHEEVLEFSKELAKHLGYEI ADESEI SR 325 



□ > gi 1 1172578 | sp| Q08304 I PPQB^LYCES Polyphenol oxidase B, chloroplast precursor (PI 
oxidase) 

gi|l076593jpirj [S33540 catechol oxidase (EC 1.10.3.1) B precursor [similarity] - 
gi | 2 2727 | emb 1 CAA7 82 9 6 . 1 | polyphenol oxidase precursor [Lycopersicon esculentum] 
Length =59 6 

Score =33.9 bits (76), Expect =2.8 

Identities = 30/93 (32%), Positives = 44/93 (47%), Gaps = 6/93 (6%) 

Query: 166 SLGVSNTQALPPSQEVNDAIKQMKKHLKLAKDSSADRFLNSLGRFMTGLDTRNNVKVWFN 22 5 

S+G NT LPP+ EV++MK+A+A +T NN++ ++ 

Sbjct: 445 SVGKVNTSTL P PANEVF - PLAKMDKT I SFAI NRPASSRTQQEKNEQEEMLTFNNI R- -YD 501 

Query: 22 6 NKG WH A I S S F LNV I NN A I LRAN - L QKGEN P S H Y 2 57 

N+G+ FLNV NN + AN L K E Y 

Sbjct: 502 NRGYIRFDVFLNVDNN- -VNANELDKAEFAGSY 532 



□ >gi [20899 OS^retj^^JJ^iS^^ fl similar to ATP-binding cassette, sub- family A me 
cassette 3; ABC transporter 3 [Homo sapiens] [Mus 
musculus] 
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Length = 1686 
Score =33.5 bits (75), Expect =3.2 

Identities = 21/65 (32%), Positives = 34/65 (52%), Gaps = 5/65 (7%) 

Query : 214 LDTRNNVKVWFNNKGWHAISSFLNVINNAILRANLQKGENPSHYGITAFNHPLNLTKQQL 273 

++ VK FNN+ +H+ S L + + +N + + L G N S IT N+P T ++ 
Sbjct: 967 WNHTTVKALFNNQAYHSPSLALTLVDNLLFK--LLSGANAS ITTTNYPQPQTAIEV 1021 

Query: 274 SEVAL 27 8 
SE L 

Sbjct: 1022 SESIL 1026 



r*: > gi | 21227448 | ref 1 NP_63 3 370 . 1 1 Fe-S oxidoreductase [Methanosarcina mazei Goel] 
gi 1 20905817 1 gb 1 AAM31042 . 1 1 Fe-S oxidoreductase [Methanosarcina mazei Goel] 
Length = 365 

Score =33.1 bits (74), Expect = 4.3 

Identities = 30/114 (26%), Positives = 54/114 (47%), Gaps = 13/114 (11%) 

Query: 100 I KKML PVC P PG AGGL P P PQRKQNT AD I LQDLTGRN - 1 SDYL VK TYVQIIAKS 150 

++ L +C P + L R + DI++D + R I LVK Y ++I K+ 

Sbjct: 238 LETYLRICQPKS PAL - - WD R I NE S L D I MKDKS S RT VI RTT L VKG EN I FN PEG Y AEM I KKA 295 

Query: 151 LKNKI WVNEFRYGGFSLGVSNTQAL PPSQEVNDAIKQMKKHL - -KLAKDSSADR 2 02 

+ + + + + GFS A+P +EV + K++ KHL ++A +S R 

Sbjct: 296 SPDFVEIKAYMHLGFSRLRLERSAMPSHEEVLEFSKELAKHLGYEIADESEISR 349 



Database: All non- redundant GenBank CDS 
translations+PDB+SwissProt+PIR+PRF 

Posted date: Feb 3, 2003 1:28 AM 
Number of letters in database: 424,737,763 
Number of sequences in database: 1,326,2 69 

Lambda K H 

0.315 0,133 0.407 



Gapped 

Lambda K H 

0.267 0.0410 0.140 



Matrix: BLOSUM62 

Gap Penalties: Existence: 11, Extension: 1 

Number of Hits to DB : 263,239,907 

Number of Sequences: 132 62 69 

Number of extensions: 12084886 

Number of successful extensions: 31048 

Number of sequences better than 10.0: 58 

Number of HSP ' s better than 10.0 without gapping: 46 
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Number of HSP's successfully gapped in prelim test: 

Number of HSP's that attempted gapping in prelim tes 

Number of HSP ' s gapped (non-prelim): 75 

length of query: 284 

length of database: 424,737,763 

effective HSP length: 122 

effective length of query: 162 

effective length of database: 262,932,945 

effective search space: 42595137090 

effective search space used: 42595137090 

T: 11 

A: 40 

XI: 16 ( 7.3 bits) 
X2: 38 (14.6 bits) 
X3: 64 (24.7 bits) 
SI : 41 (21 . 6 bits) 
S2: 72 (32.3 bits) 
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